This article contains information related to the research article entitled "Biomarkers associated with disease severity in allergic and nonallergic asthma" (S. Baos, D. Calzada, L. Cremades, J. Sastre, J. Quiralte, F. Florido, C. Lahoz, B. Cárdaba, In press). Specifically, the clinical criteria stablished for selecting the study population (n ¼104 subjects) are described. Moreover, this article describes the criteria for selecting the 94 genes to be analyzed in PBMCs (peripheral blood mononuclear cells), it is provided a description of these genes and a Table with the genes most differentially expressed by clinical phenotypes and, finally it is detailed the experimental methodology followed for studying the protein expression of MSR1 (macrophage scavenger receptor 1), one of the genes evaluated in the research.
Specifications Table   Subject area Biology More specific subject area
Immunology, biomarkers, asthma, allergy. Table, text file.
Type of data

How data was acquired
Bibliographic search, qRT-PCR, Western Blot.
Data format Raw Experimental factors
Subjects´diagnosis was done according to the GEMA (Spanish Guide for Asthma Management) classification. PBMCs were extracted from peripheral blood through gradient separation. RNA and protein from PBMCs were extracted with TRIzol´s method.
Experimental features
Genes selected were according to the 3 criteria stated. Through qRT-qPCR, gene expression differences among clinical groups were studied. The highest statistically significant data among the three clinical phenotypes are showed.
Western blot was done to determine the protein expression of one of the genes studied.
Data source location
Madrid, Spain; Seville, Spain; Granada, Spain.
Data accessibility Data is with this article.
Value of the data
Data presented here shows the selection and clinical criteria [1] of the study population. Gene selection criteria of interesting candidates to be asthma´biomarkers are provided in order to understand the validity of genes studied.
A gene list of candidate biomarkers of asthma and allergy diseases is suggested for studying. A summary of the most differential genes among clinical phenotypes is showed. These data could be important for future biomarkers analyses.
Western-blot method for MSR1 expression on protein extracted from PBMCs could be useful for future research.
Data
The data shown in the article give information on the criteria of patients´selection and the criteria for choosing genes to be studied as candidate biomarkers for these diseases in peripheral samples. The specific western-blot method for the analysis of MSR1 expression on protein extracted from PBMCs is provided. Table 1 provides a list of candidate genes to be validated as relevant biomarkers  and Table 2 summarize the possible biomarkers that differentiate asthmatic and allergic phenotypes.
Experimental design, materials and methods
Subjects
The study population comprised 104 unrelated subjects, 30 healthy control (HC) subjects, 30 patients with nonallergic asthma (NA), 30 with allergic asthma (AA), and 14 nonasthmatic allergic (AR) subjects. The samples of the groups with asthma came from the asthma biobank of the CIBERES (IIS-Fundación Jiménez Díaz-UAM, Madrid). A biorepository in which were included samples from clinically well-characterized subjects, from 5 Spanish Hospitals participant of this network (Fundación 
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HLA-DRB1 major histocompatibility complex, class II, DR beta 1 Jiménez Díaz Hospital and Doce de Octubre Hospital from Madrid, Doctor Negrín Hospital from Las Palmas de Gran Canaria, Clinic Hospital and Sant Pau Hospital both from Barcelona). These patients fulfilled the following criteria: severe, mild, or moderate asthma diagnosis assigned according to the GEMA [1] ; no treatment was given before or during the collection of the samples. Pulmonary function test was determined by percentage of forced vital capacity (FVC) and forced vital volume in one second (FVE 1 ). Patients with allergic asthma showed a positive skin prick test result for some of the airborne allergens from a battery of common allergens. HCs were healthy subjects with no history of respiratory diseases. HCs and patients with allergy (rhinitis) without asthma were recruited and diagnosed at the Allergy Service of two hospitals in Selection criteria were: 1. Relevant genes by differential expression or SNP studies in asthma/allergy, which were found in more than one independent work following a literature search; 2. Genes with differential expression found in results of previous studies from our laboratory; 3. Genes of interest because of their role in cellular plasticity, inflammation and/or regulation that could have been excluded by the other criteria. The detector refers to the specific primer of each gene used to carry out qRT-PCR.
Andalusia (Spain), Vírgen del Rocío University Hospital from Seville, and San Cecilio University Hospital from Granada, Spain. AR patients fulfilled the following criteria: seasonal rhinitis without asthma, positive skin prick test for some of the airborne allergens from a battery of common allergens, and no previous immunotherapy. HC and AR biological samples that were not used in this work were stored in the FJD Biobank, IIS-Fundación Jiménez Díaz Madrid.
Informed consent was obtained from each subject. Ethical approval for the study was obtained from the Ethical and Research Committee of the participating hospitals.
Gene selection criteria
Ninety-four genes (Table 1) were chosen following three main criteria for a gene expression analysis [2] through quantitative real time PCR with RNA of the study population described before: a. Relevant genes associated with asthma and allergic diseases in more than one independent work, selected after a Pubmed literature search of analyses of differential gene expression, or polymorphic variants (SNPs) related to the disease. b. Relevant genes previously described by our group [3] . c. Genes excluded by the other two criteria but that could be interesting due to their implication in cellular plasticity, inflammation, and/or regulation of the disease.
Gene expression analysis
Gene expression analysis between the 3 clinical groups is summarized in Table 2 . The statistical analysis for testing differential gene expression was performed by using the StatMiner program (http://www.integromics.com/StatMiner). This program follows a simple, step-by-step analysis workflow guide that includes parametric, non-parametric, and paired tests for relative quantification of gene expression, as well as 2-way ANOVA for two-factor differential expression analysis. Significance was defined by RQ (relative quantification) o À 2 or 4 2 and corrected P value ( o0.05) adjusting the P value with the Benjamini-Hochberg FDR method.
MSR1 protein analysis by Western Blot
The protein expression of MSR1 was analyzed [2] . Specific protein was extracted from PBMCs (10 6 cells) using the TRIzol method (Invitrogen, Carlsbad, CA, USA) and quantified by the BCA method (Thermo Scientific, Rockford, IL USA). Western blot used was the Invitrogen WesternBreeze 
